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Figure 1: Top blastp results for INSP161 polypeptide sequence (SEQ ID NO: 18) 
against the NCBI-nr database. 

BLASTP 2.2.2 [ Jan-08-2002) 



Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer, 
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997), 
"Gapped BLAST and PSI-BLAST: a new generation of protein database search 
programs". Nucleic Acids Res. 25:3389-3402. 

Query= inspl61.pep 
{470 letters) 

Database: All non-redundant GenBank CDS 
translations+PDB+SwissProt+PIR+PRF 

1,523,012 sequences; 490,363,361 total letters 

Searching done 

Score £ 

Sequences producing significant alignments: (bits) Value 

ref |XP_067228.5I similar to otolin-1 [Homo sapiens] 907 0.0 

ref |XP_143327.11 similar to INNER EAR-SPECIFIC COLLAGEN PRECDRSO. . 
ref IXP_227256.1| similar to INNER EAR-SPECIFIC COLLAGEN PRECURSO. - 
sp|P83371|OT01_ONCKE Otolin-1 precursor >gi | 184 96364 | dbj | BAB8456 . . 
sp|P980851COLE__LEPMA INNER EAR-SPECIFIC COLLAGEN PRECURSOR (SACC. . 
pirl 1A55797 collagen precursor, saccule-specif ic - bluegill >gi | . . 
ref |XP__224253.1| similar to hypothetical protein FLJ31208 [Homo .. 
ref |NP_848635.1 1 hypothetical protein MGC48915 [Homo sapiens] >g. . 
ref |XP_290602.1 ) similar to Adiponectin precursor (30 kOa adipoc. . 
ref |NP_777059.1| collagen, type X, alpha 1 (Schmid metaphyseal c. . 
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Figure 2: Signal peptide prediction (SignalP V2.0) output for INSP161 polypeptide 
sequence (SEQ ID NO: 18). 
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38 
28 
1-37 



length -70 
Valjue Cutoff 
0.564 0.33 
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YES 
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# Most Likely cleavage site between poe. 37 and 38: TIA-KT 
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#data 
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Prediction: Signal peptide 
Signal peptide probability: 0. 667 
Signal anchor probability: 0.326 

Uax cleavage site probability: 0.146 between pos. 37 and 38 



wo 2005/033312 



PCT/GB2004/004197 



3/10 



Figure 3: NCBI CDD output for mSP161 



BPS-BLAST 2.2.6. t]l^lr-09f 20031 
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Figure 4: INSP161 nucleotide and amino acid sequence 



1 gcatatcatt cattcttatg attcatatac atatatattt cttttatatg agtatatgtt 
61 tatatgactt agtcttttca tttggacctc acataatatg tatatatttt cctattatat 

Signalpeptide >^ ^ ^ " ^ ^ 
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181 



ctttcttcca gcttcaaata tgtggatgtt ttcttggctt tgtgctattt taattatttt 
i f 1 p asn mwm fswl cax lii 



ggctattgct ggtatgaaca caatagcaaa gaccacacca cataccaaat ttacgaagaa 
laia gmn tia kttp htk ftk 



241 atctgaggaa agagagatgc caaagggtct aaagccatcc agtggcccac ctccagaaga 
ksee rem pkg Ikps sgp ppe 

301 agaagaaacc ctcttcacag aaatggctga aatggcagaa ccaattacca aaccctcggc 
eeet 1ft ema emae pit kps 

361 cttggattct gtctttggca ctgccactct ctctcccttt gaaaacttca ctcttgaccc 
aids vfg tat Ispf enf tld 



421 agctgatttc tttttgaatt gttgtgattg ttgttcacct gtacccgggc agaaaggaga 
padf fin ccd ccsp vpg q k g 



481 
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tgagttggct agagtgcccc ggtccgcttt cagcgctggt ttgtcaaagc catttcctcc 
gela rvp rra fsag Isk pfp 



tcctaacatc cccatcaaat ttgaaaagat tctctataat gaccaaggga attacagtcc 
ppni pik fek ilyn dqg nys 



tgtcactggg aagtttaact gctctattcc tgggacatat gttttttcct accatattac 
pvtg kfn csi pgty vfs yhi 



ggtgaggggg cgacctgctc gaatcagtct ggtggcccag aataagaagc agttcaagtc 
tvrg rpa ris Ivaa nkk gfk 



O 

J3 



cagagaaact ctctatggtc aggaaataga ccaggcctct ctcctcgtca tcttgaaatt 
sret lyg qei dqas llv ilk 



3 



aagtgcagga gaccaagtct ggcttgaggt gtcaaaagat tggaatgggg tgtatgtcag 
Isag dqv wle vskd wng vyv 



tgctgaggat gacagcattt ttactgggtt ccttttgtac ccagaggaaa cttctggaat 
saed dsi ftg flly pee tsg 



1501 ttcaccataa atttgtgtcc tgaatcctgt agtttagatt cagtggaata agtcagttaa 
i s p 



1561 cacagagtag tgctattaaa aaataacttc cattttttca agattat 
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Figures 
A) 
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Figure 6 

hgl5__dna 1697 GCATATCATTCATTCTTATGATTCATATACATATATATTTCTTTTATATG 174 6 
I 1 I I ! i M I I M M I I i I i I I I I 1 ! I i I 1 i I I I I I ] I j i I I 1 I I i I I i i I 
inspiei.cdna 1 GCATATCATTCATTCTTATGATTCATATACATATATATTTCTTTTATATG 50 



hgl5_dna 
inspiei.cdna 

hgl5_dna 
inspl61.cdna 

hgl5_dna 
inspl61.cdna 

hgl5__dna 
inspl61 .cdna 

h.gl5__dna 
inspiei.cdna 

hglS^dna 
insplSl . cdna 

hgl5_dna 
insplGl . cdna 

hgl5_dna 
inspl61- cdna 

hgl5_dna 
inspl61.cdna 

hgl5__dna 
inspiei . cdna 



1747 AGTATATGTTTATATGACTTAGTCTTTTCATTTGGACCTCACATAATATG 

iMlMllilfMlllllllllilii jliMiiiiliitiiilttiiili 

5 1 AGTATATGTTTATATGACTT AGTCTTTTCATTTGGACCTCACATAATATC 
INSP161-AP1 

► 

1797 TATATATTTTCCTATTATATCTTTCTTCCAGCTTCAAATATGTGGATGTT 
I I M i I I M I I i M I I I I I ) I t I I I I i I I i I I ) I I 1 I I I I M t I I I I I I I 
101 TATATATTTTCCT ATTATATCTTTCTTCCAGCTTCAAATATGTGGATGTT 

1847 TTCTTGGCTTTGTGCTATTTTAATTATTTTGGCTATTGCTGGTATGAACA 

ililltMlllllilililillMIIIlllllllitllliMlllllill 
151 TTCTTGGCTTTGTGCTATTTTAATTATTTTGGCTATTGCTGGTATGAACA 

1897 CAATAGCAAAGACCACACCACATACCAAATTTACGAAGAAATCTGAGGAA 

llllllllllllllMllMIIIItlMlMllillMlllllMltlli 

201 CAATAGCAAAGACCACACCACATACCAAATTTACGAAGAAATCTGAGGAA 

1947 AGAGAGATGCCAAAGGGTCTAT^GCCATCCAGTGGCCCACCTCCAGAAGA 
t I I I 1 1 1 I t I I I i I t I I t I I i i I I I I I ) I ) I i 1 I 1 i I i I I I M I I 1 I I I I 
251 AGAGAGATGCCAAAGGGTCTAAAGCCATCCAGTGGCCCACCTCCAGAAGA 

1 9 97 AGAAGAAACCCTCTTCACAGAAATGGCTGAAATGGCAGAACCAATTACCA 
I I ] i I I ) I i I I 1 I I t I I I t I I M I I I 1 I I I I I I I 1 I I 1 I I 1 I I I I 1 I I I I 
301 AGAAGAAACCCTCTTCACAGAAATGGCTGAAATGGCAGAACCAATTACCA 

2047 AACCCTCGGCCTTGG ATTCTGTCTTTGGCACTGCCACTCTCTCTCCCTTT 
I i i I i I I I i I I I M I 1 I I I i I I I I I I I I I I I i i I I I I 1 I I I M 1 ) i M I i 
351 AACCCTCGGCCTTGGATTCTGTCTTTGGCACTGCCACTCTCTCTCCCTTT 

2097 GAAAACTTCACTCTTGACCCAGCTGATTTCTTTTTGAATTGTTGTGATTG 
MllllllMllllltlllllllllllinillllllillllllllllll 
401 GAAAACTTCACTCTTGACCCAGCTGATTTCTTTTTGAATTGTTGTGATTG 



2147 TTGTTCACCTGTACCCGGGCAGAAAGGAGAACCTGGAGAGACTGGACAGC 
lllllltlltllllllllMlllMIililMIMMMMIMDIIIl 
451 TTGTTCACCTGTACCCGGGCAGAAAGGAGAACCTGGAGAGACTGGACAGC 
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2197 CAGgtatt 

I I l»»> 1999 
501 CAG 



tctagGTCCTAAAGGAGAGGCTGGAAATTTGGGGAT 
»»>| I t I I I I I I I I 1 I I I I 1 I I I I I I I I I I I I I I 
GTCCTAAAGGAGAGGCTGGAAATTTGGGGAT 
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hgl5_dna 4230 CCCAGGGCCACCAGGAGTTGTTGGGCCCCAAGGCCCTAGAGGCTACAAAG 4279 

IIIMIIMIIIIIlililMllMIMIIIIIilllllMllllllDl 

inspl 61 - cdna 535 CCCAGGGCCACCAGGAGTTGTTGGGCCCCAAGGCCCTAGAGGCTACAAAG 58 4 

< 

INSP161-AP4 



hgl5_dna 
inspl 61 .cdna 



INSP1 61-/^5 



4280 GAGAGAAAGgtagg ttcagGTGAACCTGGCCCTAAGGGAGATAA 8078 

] i I I I I I I !>»» 3765 »»>1 I I I I I i I I I I I I i I I I I I I I I I I I 
585 GAGAGAAAG GTGAACCTGGCCCTAAGGGAGATAA 618 
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hgl5_dna 
xnspl61.cdna 
hgl5_dna 
inspl61 .cdna 
hgl5_dna 
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hgl5__dna 
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8079 AGGAAACATTGGXTTGGGAGGAGTGAAAGGACAAAAAGGCTCCAAGGGAG 8128 

tlllllllMllllIlMllllllitllllllilllilillMMlMll 

619 AGGAAACATTGGTTTGGGAGGAGTGAAAGGACAAAAAGGCTCCAAGGGAG 668 

8129 ACACATGTGGGAATTGTACCAAAGGAGAAAAAGGAGACCAAGGGGCTATG 8178 
llllilMtMlllllllillllMlllMlllllltllllllttlllll 
669 ACACATGTGGGAATTGTACCAAAGGAGAAAAAGGAGACCAAGGGGCTATG 718 

8179 GGCTCACCTGGCCTGCACGGAGGGCCTGGCGCCAAGGGAGAGAAGGGGGA 8228 
lllililMlllllllMiltlllliltlllMMIIIIlMMllMl) 
719 GGCTCACCTGGCCTGCACGGAGGGCCTGGCGCCAAGGGAGAGAAGGGGGA 7 68 

8229 GATGGGGGAGAAGGGGGAGATGGGGGATAAGGGCTGCTGTGGAGATTCTG 8278 
IMiniinnillllllilMMlllMlllllillMMMIIllil 
7 69 GATGGGGGAGAAGGGGGAGATGGGGGATAAGGGCTGCTGTGGAGATTCTG 818 

8279 GGGAGAGGGGAGGAAAAGGACAGAAAGGTGAGGGGGGTATGAAAGGGGAA 8328 

IMIIIIMIIIllllinilMlillMIIIIMllllMllIill)!) 

819 GGGAGAGGGGAGGAAAAGGACAGAAAGGTGAGGGGGGTATGAAAGGGGAA 868 

8329 AAAGGTAGCAAAGGAGACAGTGGAATGGAAGGCAAAAGCGGCCGTAATGG 8378 

tMIIIltiilliliilllllilllltllllllltllilllilllMIII 
869 AAAGGTAGCAAAGGAGACAGTGGAATGGAAGGCAAAAGCGGCCGTAATGG 918 

8379 TCTGCCTGGGGCCAAAGGTGATCCAGGGATTAAAGGAGAAAAAGGAGAGT 8428 
iillltlltlDllilltllllllMlllitlilMMUlilllMIII 
919 TCTGCCTGGGGCCAAAGGTGATCCAGGGATTAAAGGAGAAAAAGGAGAGT 968 

8429 T AGGTCCTCCTGGTCTCCTGGGACCTACTGGGCCGAAGGGTGACATTGGC 8478 
MMllUIMMIIMIIilllllllllillliillDIIMMMIll 
969 TAGGTCCTCCTGGTCTCCTGGGACCTACTGGGCCGAAGGGTGACATTGGC 1018 

8479 AACAAAGGGGTCCGAGGCCCCACTGGGAAGAAGGGCTCTCGGGGCTTTAA 8528 

MIMllMIiillillllllliniMlMllilMIIDtlllillll 

1019 AACAAAGGGGTCCGAGGCCCCACTGGGAAGAAGGGCTCTCGGGGCTTTAA 1068 

8529 AGGCTCCAAGGGTGAGTTGGCTAGAGTGCCCCGGTCGGCTTTCAGCGCTG 8578 

llllltlilllliMlllilMIMIIMINIIltillllillllllN 
1069 AGGCTCCAAGGGTGAGTTGGCTAGAGTGCCCCGGTCGGCTTTCAGCGCTG 1118 

8579 GTTTGTCAAAGCCATTTCCTCCTCCTAACATCCCCATCAAATTTGAA?\AG 8628 

IliinilllMMIiiilMIIIIIIMIIillllillllllllMtM 

1119 GTTTGTCAAAGCCATTTCCTCCTCCTAACATCCCCATCAAATTTGAAAAG 1168 
8629 ATTCTCTATAATGACCAAGGGAATTACAGTCCTGTCACTGGGAAGTTTAA 8 67 8 

I I i 1 I i M } 1) I } 1 I i ) ! ) I I I I I i I 1) M i I M ) ) M i I 1 M ) 1 I t N ) 

1169 ATTCTCTATAATGACCAAGGGAATTACAGTCCTGTCACTGGGAAGTTTAA 1218 
8679 CTGCTCTATTCCTGGGACATATGTTTTTTCCTACCATATTACGGTGAGGG 8728 

M I M 1 I I I I i 1 ] I I I 1 i I I ) I I I I i ) I I ) i i I M I M 1 M ) I M M i ) I 

1219 CTGCTCTATTCCTGGGACATATGTTTTTTCCTACCATATTACGGTGAGGG 1268 

8729 GGCGACCTGCTCGAATCAGTCTGGTGGCCCAGAATAAGAAGCAGTTCAAG 8778 

IMIllllllllMllllMlllMllilllilMlilllMllMllIt 
1269 GGCGACCTGCTCGAATCAGTCTGGTGGCCCAG AATAAGAAGCAGTTCAAG 1318 

8779 TCCAGAGAAACTCTCTATGGTCAGGAAATAGACCAGGCCTCTCTCCTCGT 8828 

IMIMIMlMllllllMIIMIIMMIIilllMllMntlllN 
1319 TCCAGAGAAACTCTCTATGGTCAGGAAATAGACCAGGCCTCTCTCCTCGT 1368 

8829 CATCTTGAAATTAAGTGCAGGAGACCAAGTCTGGCTTGAGGTGTCAAAAG 8878 

IlillllintlltlllltllMIMIllMIIllMIMIIIMIllll 
1369 CATCTTGAAATTAAGTGCAGGAGACCAAGTCTGGCTTGAGGTGTCAAAAG 1418 
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hglSjdna 8879 ATTGGAATGGGGTGTATGTCAGTGCTGAGGATGACAGCATTTTTACTGGG 8928 
I I I I 1 1 ) I I 1 I I I t I I t I 1 I i ) I i t I I I I I I 1 I 1 1 1 1 1 1 I I I I I I ) 1 t ) 1 
inspl61-cdna 1419 ATTGGAAT6GGGTGTATGTCAGTGCTGAGGATGACAGCATTTTTACTGGG 1468 

hgl5_dna 8929 TTCCTTTTGTACCCAGAGGAAACTTCTGGAATTTCACCATAAATTTGTGT 8978 
IMIIllllinilllllMllllllllllllllllllllltllllllU 
inspiei.cdna 1469 TTCCTTTTGTACCCAGAGGAAACTTCTGGAATTTCACCATAAATTTGTGT 1518 

INSP161-AP6 

hgl5_dna 8979 CCTGAATCCTGTAGTTTAGATTCAGTGGAATAAGTCAGTTAACACAGAGT 9028 
I I i I I I I I I I I I i ) I ) I I 1 1 I I I i I I I I 1 I I I I I ) I I I I i i I I i I I i i M 
inspl61,cdna 1519 CCTGAATCCTGTAGTTTAGATTCAGTGGAATAAGTCAGTTAACACAGAGT 1568 

hgl5_dna 9029 AGTGCTATTAAAAAATAACTTCCATTTTTTCAAGATTAT 9067 
I I 1 I I I I I i ) I I I I 1 i M I ! I I I ) I I t t I I I I M i ) I I ! 
inspl61.cdna 1569 AGTGCTATTAAAAAATAACTTCCATTTTTTCAAGATTAT 1607 
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